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Abstract: Objective To investigate the expression of BICC1I mRNA and its clinical significance in gastric
Data about BICC1I mRNA were retrieved from the TCGA database. The above downloaded

data were sorted out by R software and Strawberry Perl software,and the relative expression level of BICC1

cancer. Methods

mRNA was subsequently analyzed. Clinical data were also downloaded for Clinical staging and prognosis anal-
ysis. Results Through TCGA database information mining,it was found that the high expression of BICCI

mRNA in gastric cancer tissues was related to the survival time of patients. The age and the high expression of

BICC1 mRNA were an independent risk factor for the total survival of gastric cancer. Conclusion

It will pro-

vide an important theoretical basis for the follow-up study of gastric cancer.
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